We compared the sequences of the largest scaffolds from six datasets with that of the 44 closed genome from CG_2015-17. The scaffolds were aligned in Geneious, with manual 45 adjustment where necessary. One region of local sequence disagreement occurred within an 46 intergenic region, possibly a putative small RNA sequence, based on predicted secondary 47 structure calculated using RNAfold (http://rna.tbi.univie.ac.at/cgi-48 bin/RNAWebSuite/RNAfold.cgi). 49
Genome annotation and metabolic predictions. rRNA and tRNA genes were predicted as 50 described previously (Probst et al. 2016) . Genes were annotated using Prodigal (Hyatt et 
